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Amino Acid Homologies of A4 and Related Mammalian Receptors 



Note: All sequences are human 

Numbers below represent % similarity / % identity 
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GenBank Assession No. 


Description 


Of£xin 1 


AF041243 


Human Orexin receptor- 1 


■ '.2s-* 

OceMin2 


AF041245 


Human Orexin receptor-2 


Yl;3 


P25929 


Human Neuropeptide receptor Typel 




P49146 


Human Neuropeptide receptor Type2 




P50391 


Human Neuropeptide receptor Type4 


YSjfj 


U56079 


Human Neuropeptide receptor Type5 


Gastrin 


P32239 


Human Gastrin/Chblecytokinin Type B receptor 


CCKA 


P32238 


Human Cholecystokinin Type A receptor 


NK1 


P25103 


Human Neurokinin- 1 / Substance-P receptor 


Mu 


P35372 


Human Mu-type opioid receptor 



Data above was obtained using the GAP program from the WISCONSIN PACKAGE Version 9.0 

Parameters used: Symbol comparison table: oldpep.cmp * 

Gap Creation Penalty: 30 
Gap ExtensionPenalty: 1 

* This is the default scoring matrix used by versions of the Wisconsin Package prior to Version 9.0. based on hte PAM250 
table from M. Dayhoff 1 * 

1.) Schwartz, R. M. and Dayhoff, M. O. [1979]. Matrices for Detecting Distant Relationships. In Atlas of Protein Sequence 
and Structure, (MO. Dayhoff, ed.), 5, Suppl. 3, (pp; 353-358), National Biomedical Research Foundation, Washington 
D.C, USA. 
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A4 vs. Human Yl receptor 

Percent Similarity: 63.032 
Percent Identity: 30.585 
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Figure 3 




Amino Acid Comparison 

Human A4 Receptor vs. Human Orexin Receptor-2 

Percent Similarity: 60.500 
Percent Identity: 3 1 .500 

Gap Weight: 30 
Length Weight: 1 

Top seqeunce: Human Orexin receptor-2 

Bottom Seqeunce: Human A4 receptor 
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A4 vs. Human CCK receptor 

Percent Similarity: 63.514 
Percent Identity; 3 1 .08 1 
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